Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.014 Å; R factor = 0.050; wR factor = 0.102; data-to-parameter ratio = 29.5.
The asymmetric unit of the title compound, (C 7 H 10 N) 2 - [HgBr 4 ], consists of one cation and one half-anion, bisected by a twofold rotation axis passing through the metal atom. The anion exhibits a distorted tetrahedral arrangement about the Hg II atom. In the crystal, the cations and anions are linked by N-HÁ Á ÁBr hydrogen-bonding interactions along [010] . Cation-cation -stacking and BrÁ Á ÁBr intermolecular interactions are absent.
Related literature
For intermolecular interactions, see: Desiraju (1997) . For related structures, see: Al-Far & Ali (2007) ; Ali & Al-Far (2007) ; Ali et al. (2008) . For structures containing the [HgBr 4 ] 2À anion, see: Gowda et al. (2009); Li et al. (2009) . For standard bond lengths in the cation, see: Allen et al. (1987) .
Experimental
Crystal data (C 7 Table 1 Selected bond lengths (Å ).
Hg1-Br1 2.5767 (11) Hg1-Br2 2.6160 (11) Table 2 Hydrogen-bond geometry (Å , ). (Desiraju, 1997) . In connection with ongoing studies (Al-Far & Ali 2007; Ali & Al-Far 2007; Ali et al., 2008) of the structural aspects of bromometal anions salts, we herein report the crystal structure of the title compound, (I).
In the title compound, Fig. 1 , the asymmetric unit of the title compound, (C 7 shorter interactions than the shorter bonds (Table 1 ). In the cation, the bond lengths and angles are in accordance with normal values (Allen et al., 1987) . 
A warm solution (40°C) of HgCl 2 (1.0 mmol) dissolved in ethanol (10 ml; 95%), was added drop wise to a stirred hot solution of 2,4-dimethylpyridine (1 mmol) dissolved in ethanol (10 ml; 95%) and HBr (60%, 1 ml). During reflux for 2 h, liquid Br 2 (1 ml) was added to the mixture. The final mixture was allowed to stand undisturbed at room temperature.
Colorless crystals of the title salt formed in two days, filtered off and one crystal suitable for diffraction measurements is used to collect data.
Refinement
All H atoms were positioned geometrically and refined using a riding model, with N-H = 0.86 Å and C-H = 0.93 and 0.96 Å, for aryl and methyl H-atoms, respectively. The U iso (H) were allowed at 1.5U eq (C methyl) or 1.2U eq (N/C nonmethyl).
Computing details
Data collection: CrysAlis PRO (Agilent, 2011 ); cell refinement: CrysAlis PRO (Agilent, 2011) ; data reduction: CrysAlis PRO (Agilent, 2011); program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

